[Epigenetic aspects of early lymphogenic metastasis in breast cancer].
Metastasizing is one of the key stages in tumor development. Understanding this process is necessary for effective diagnosis, therapy and prediction of clinical outcome. Some recent data suggest the possibility of metastatic phenotype cells appearance at the early stages of tumor evolution in contravention with generally accepted hypothesis of linear metastatic process development. In this study we have performed a comparative analysis of the array-based DNA methylation profile in biopsy samples of patients with benign breast disorders, breast cancer and lymphogenous metastases. In some cases the biopsy samples dated back to different stages of the same tumor. For the analysis the GoldenGate Methylation Cancer Panel I was used. The DNA methylation level in 1,505 CpG-sites was similar in samples from patients with benign breast disorders and lymphogenous metastases. Our data support the hypothesis of the early appearance of cell clones responsible for the tumor limphogenous dissemination. Epigenetic component apparently plays an important role in this process.